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Supplemental Experimental Procedures
Bioluminescence imaging of LUC transformed plants
Luciferase imaging was performed according to a published protocol (Chinnusamy et al., 2002) . Typically two-week-old seedlings grown on ½ MS plates were subjected to cold treatment (4°C, 24 hr) followed by salt treatment (2% NaCl, 4 hr) before imaging. In the case where adult plants were used, rosette or cauline leaves were cut from individual plants and placed flat on the filter paper submerged in 2% NaCl solution for 4 hours before imaging.
DNA methylation analysis
For bisulfite sequencing, genomic DNA was extracted from 2-week-old seedlings using the Plant DNeasy Mini Kit (Qiagen). Bisulfite treatment was performed using the EpiTect Bisulfite Kit (Qiagen). For DNA methylation analyses of the transgenic RD29A promoter, bisulfite-treated DNA was amplified by nested PCR (Table S1 ).
The 541-bp PCR fragment was cloned into pGEM-T Easy (Promega), and the ligation product was transformed into DH5α cells. At least 20 single colonies from the transformation were sequenced for each PCR product. The resulting sequences were aligned using clustalW and the methylation profile corresponding to the 343-bp RD29A promoter sequence within the PCR product was analyzed using CyMATE (http://www.gmi.oeaw.ac.at).
Chop-PCR was performed as previously described (He et al., 2009) . In brief genomic DNA was extracted from seedlings using the Plant DNeasy Mini Kit (Qiagen). 500 ng of gDNA was digested using methylation-sensitive restriction endonucleases (HaeIII, HpaII, MspI and AluI). Equivalent amounts of digested and undigested DNA were used as template for PCR using primers listed in the Table S1 .
Chromatin immunoprecipitation
Chromatin immunoprecipitation was performed according to a published protocol (Saleh et al., 2008) . The anti-acetyl-histone H3 antibody (Millipore, 06-599) and antidimethyl-histone H3 (Lys 9) antibody (Millipore, 17-681) were used at 1:100 dilutions. After quantitative PCR, the amount of DNA in immunoprecipitated samples was normalized to the 1% input DNA sample and shown as percent input in the figure.
RNA and DNA blotting analysis
Arabidopsis seedlings grown on ½ MS plates at 23ºC for 2 weeks were subjected to salt treatment (2%NaCl for 3 hours) before harvesting. Total RNA was extracted from the plants using the Trizol reagent (Life Technologies). Twenty micrograms of RNA for each sample was separated on 1.2% denaturing agarose gel, and transferred onto Hybond-N+ membranes (GE Life Sciences) for using standard northern blotting protocols. The PCR primer sequences used for generating [ 32 P]-labeled DNA probes are listed in Table S1 .
For small RNA blotting, total RNA was extracted from floral tissues. Small RNA was enriched and following a modified northern blotting protocol as described previously (He et al., 2009a) . The DNA oligos used for probe preparation are listed in Table S1 .
For DNA blotting assays, 3 µg of CTAB-extracted genomic DNA was digested overnight with HindIII or SacI (NEB) and separated on 1% agarose gel. The separated
